Ciphergen's ProteinChip ® System is built to analyze proteins captured on ProteinChip Arrays by means of a ProteinChip Reader integrated with ProteinChip Software and a personal computer. The ProteinChip System detects and accurately calculates the mass of compounds ranging from small molecules and peptides of less than 1000 Da up to proteins of 500 kDa or more based on measured time-of-flight. The system is compact enough to fit into almost any lab space, allowing researchers direct access to precision mass analysis of important peptides and proteins from complex biological samples.
Although most ProteinChip System applications involve the study of proteins, the system is also capable of analyzing other analytes, including peptides and small molecules. Most protocols involve a short series of binding and washing steps on the array. After preparation of the researcher's biological sample, a few microliters are placed on the active surface of the ProteinChip Array. Proteins or other analytes are captured on the surface of the array by means of specific surface chemistries or by biomolecules covalently bound to the array.
Specific capture of a subset of proteins in the sample occurs through simple chemical interactions or protein-protein interactions. Following binding and washing, an Energy Absorbing Molecule (EAM) solution is applied to the sample retained on the array surface. Application of EAM in organic solvent causes the protein to dissolve into a solution with the EAM. When this solution dries on the array surface, a very crude crystal forms that includes both the protein (or other analyte of interest) and a large molar excess of EAM molecules. The EAM molecules are essential to mediate ionization of the sample. After the crystals of EAM and analyte have formed on the ProteinChip Array, it is placed into the ProteinChip Reader for mass spectrometric analysis.
The lid of the reader is opened and the array is placed in the sample handler. The sample handler moves the array up or down to allow reading of a particular sample spot by query with a fixed laser beam. The energy from a single shot of the laser beam is tightly focused on a small area of the spot ("focused laser beam"). Thus each spot contains multiple, addressable positions. The ProteinChip Software is used to precisely control the laser query process. 
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PerkinElmer Life Sciences
PerkinElmer Life Sciences offers a complete set of equipment and supplies for the development and analysis of protein microarrays.
At the core are the HydroGel coated slides. HydroGel is a three-dimensional substrate, which allows for high probe capacity and preservation of protein probe function.
Several options are available for arraying proteins, including Perkin Elmer's BioChip or SpotArray Enterprise Arrayers, which use PiezoTipnology, a form of non-contact ink-jet technology that does not heat the samples during dispensing.
The ProteinArray Workstation is a fully automated system for the processing of slide-based protein microarrays. The system "miniaturizes" several types of analyses, including protein expression analysis, protein-protein interaction studies, and antibody profiling. The design allows significant savings of expensive reagents as well as high-throughput analysis of multiple proteins.
The ScanArray Express (for the scanning of protein microarrays) and the QuantArray (for analysis of the data) round out PerkinElmer's current offerings. 
MICROARRAY SLIDES: DECREASED BACKGROUND AND INCREASED PROTEIN STABILITY Schleicher and Schuell BioScience
Nitrocellulose is a traditional platform of choice for detecting protein-protein, antigen-antibody, protein-DNA, protein-RNA, and protein-ligand interactions. Schleicher and Schuell has brought the advantages of nitrocellulose to protein microarrays with their FAST Slides-glass slides coated with a proprietary nitrocellulose polymer. The slides have been shown to maintain the reactivity of proteins and to give reproducible results. The FAST Slides are usable with fluorescent, chemiluminescent, or radiographic detection systems, and are compatible with existing microarray scanners and robots. They are suitable for most types of protein microarrays, including antibodies and microarray Westerns.
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Accelr8 Technology
The optimal surface chemistry for protein arrays would include (i) a means for immobilizing specific molecules while (ii) not interfering with their properties, and (iii) minimization of background noise. Accelr8 has developed a coating chemistry consisting of a multi-component cross-linked matrix of organic materials that resists protein nonspecific binding and minimizes interactions that could degrade bioactivity. The OptArray slides are compatible with contact printing, piezo, and inkjet arraying technologies as well as most commonly used assay conditions and array scanners.
OFF THE SLIDE
QIAGEN GmbH
The new LiquiChip Protein Suspension Array System from QIAGEN is a bead-based platform that offers the potential to assay up to 100 different analytes in a single sample. Based on xMAP technology, the LiquiChip System offers state-of-the-art fluidics and optics, a comprehensive range of consumables, and technical support.
The LiquiChip System's high sensitivity (down to pg levels) and reproducibility (Z′ values of up to 0.95 can be obtained) save time and resources during assay development and data collection. Using QIAexpress ® technology for coupling recombinant 6×His-tagged proteins to beads lets the researcher use the same chemistry throughout the entire protein handling process, from purification to assay, further streamlining assay development.
In a LiquiChip assay, analytes bind to capture molecules immobilized on beads in suspension, and are quantified using fluorescent detection reagents. Capture molecules can be bound to beads using traditional 6×His-tag technology, the biotin-avidin interaction, or a covalent coupling chemistry. The homogeneous assay procedure does not require wash steps and can be adapted to virtually any type of protein-based interaction assay used in proteomics and the drug discovery process.
ACLARA BioSciences
ACLARA BioSciences has just launched the eTAG Assay System, a new systems biology approach for exploring protein expression, cell signaling and pathway activation, protein-protein interactions, and/or cell-receptor binding.
The eTag Assay System can be used to measure the abundance of multiple proteins simultaneously, including secreted proteins, membrane proteins, and proteins that have undergone posttranslational modifications. ETags are low-molecularweight fluorescent molecules that can be separated and quantified by fluoresecence detection using standard machines/techniques. The eTags are linked chemically to a specific antibody or other protein-recognition element. After binding to the target, the linkage is cleaved in target-bound (but not free) conjugates via a radical-mediated reaction. ACLARA has developed several assay formats for multiplex protein assays, including ones for detecting cell surface proteins/receptors.
The critical feature of this approach is that the affinity agents are not immobilized on surfaces, as is required with other multiplexing technologies. Solution-based binding eliminates surfaceinduced denaturation and nonspecific binding, and improves both sensitivity and reaction kinetics.
